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Run on: May 5, 2003, 11:43:46 ; Search time 20 Seconds 

(without alignments) 
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Title: us-10- 090-516 -3 

Perfect score: 4875 

Sequence: 1 atggacgtgaaggagaggaa ctactgggatgcccctctga 4 875 

Scoring table: I DENT I T Y__NUC 

Gapop 10.0 , Gapext 0.0 

Searched: 1 seqs, 8262 residues 

Total number of hits satisfying chosen parameters: 2 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 1 summaries 

Database : us-10-090-516-1 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 

1 4874 100.0 8262 1 us-10-090-516-1 



ALIGNMENTS 



RESULT 1 
US-10-090-516-1 

Query Match 100.0%; Score 4 874; DB 1; Length 8262; 

Best Local Similarity 100.0%; Pred. No. 0; 

4874; Conservative 0; Mismatches 0; Indels 0; Gaps 

ATGGACGTGAAGGAGAGGAAGCCTTACCGCTCGCTGACCCGGCGCCGCGACGCCGAGCGC 6 0 

II II MM II II II II llllllll Mill lllllll III Mill III I III III Mill I 

ATGGACGTGAAGGAGAGGAAGCCTTACCGCTCGCTGACCCGGCGCCGCGACGCCGAGCGC 6 0 
CGCTACACCAGCTCGTCCGCGGACAGCGAGGAGGGCAAAGCCCCGCAGAAATCGTACAGC 120 

MMIMIMMMMMMMMMMMMIIMMMMMMMMMMMMM 

CGCTACACCAGCTCGTCCGCGGACAGCGAGGAGGGCAAAGCCCCGCAGAAATCGTACAGC 12 0 
TCCAGCGAGACCCTGAAGGCCTACGACCAGGACGCCCGCCTAGCCTATGGCAGCCGCGTC 180 

1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 [ II 1 1 1 1 1 1 1 1 

TCCAGCGAGACCCTGAAGGCCTACGACCAGGACGCCCGCCTAGCCTATGGCAGCCGCGTC 180 
AAGGACATTGTGCCGCAGGAGGCCGAGGAATTCTGCCGCACAGGTGCCAACTTCACCCTG 24 0 

llllllll M MM IMMIMM IMIMIII MIMI Mill lllllll Ml III II! 

AAGGACATTGTGCCGCAGGAGGCCGAGGAATTCTGCCGCACAGGTGCCAACTTCACCCTG 24 0 
CGGGAGCTGGGGCTGGAAGAAGTAACGCCCCCTCACGGGACCCTGTACCGGACAGACATT 300 

I ) 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I ] 1 1 M 1 1 1 1 1 1 1 1 1 M Mill Ml 
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241 CGGGAGCTGGGGCTGGAAGAAGTAACGCCCCCTCACGGGACCCTGTACCGGACAGACATT 300 



GG C CT CC CC CACTGCGGCT ACT C C ATGGGGGCTGGCTCTG ATGCCG ACATGGAGGCTGAC 360 

1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 11 1 1 1 1 1 1 1 1 1 

GGCCTCCCCCACTGCGGCTACTCCATGGGGGCTGGCTCTGATGCCGACATGGAGGCTGAC 360 

ACGGTGCTGTCCCCTGAGCACCCCGTGCGTCTGTGGGGCCGGAGCACACGGTCAGGGCGC 420 

I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I IJ I I I II II I 

ACGGTGCTGTC CC CTG AG C AC C CCGTGCGT CTGTGGGG CCGGAG C AC ACGGTC AGGG CGC 420 

AGCTCCTGCCTGTCCAGCCGGGCCAATTCCAATCTCACACTCACCGACACCGAGCATGAA 4 80 

lllllll MM Mil II MINIMI II II II II II II II II II III II II II II II III 

AGCTCCTGCCTGTCCAGCCGGGCCAATTCCAATCTCACACTCACCGACACCGAGCATGAA 4 80 

AACACTGAGACTGATCATCCGGGCGGCCTGCAGAACCACGCGCGGCTCCGGACGCCGCCG 54 0 

1 1 1 1 1 1 II II 1 1 II II 1 1 1 1 M II II M 1 1 II M M 1 1 1 1 1 1 1 1 II II I II II 1 1 1 1 1 1 1 

AACACTGAGAGTGATCATCCGGGCGGCCTGCAGAACCACGCGCGGCTCCGGACGCCGCCG 54 0 

CCGCCGCTCTCGCACGCCCACACCCCCAACCAGCACCACGCGGCCTCCATTAACTCCCTG 600 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 i i 1 1 1 1 

CCGCCGCTCTCGCACGCCCACACCCCCAACCAGCACCACGCGGCCTCCATTAACTCCCTG 600 



I I I I I I I I I I I I I I I 1 I I I I I I I I I I I t I I I I I I I I I I I I I i I I I I 1 | | | | | | i 



TCCGGAGAGCCCCCTGCCGGCGGCGCCCAGGAGCCTGCCCACGCCCAGGAGAACTGGCTG 720 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 M 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 II I II 1 1 1 1 1 1 1 1 1 1 1 

TC CGG AG AG CCCCCTGCCGGCGG CGCCC AGG AGC CTGC CC ACGCCCAGG AGAACTGG CTG 720 
CTCAACAGCAACATCCCCCTGGAGACCAGAAACCTAGGCAAGCAGCCATTCCTAGGGACA 780 

I'M 1 1 1 1 M 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1!! 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 M 1 1 

CTCAACAGCAACATCCCCCTGGAGACCAGAAACCTAGGCAAGCAGCCATTCCTAGGGACA 780 
TTGCAGGACAACCTCATTGAGATGGACATTCTCGGCGCCTCCCGCCATGATGGGGCTTAC 84 0 

IMIMM Mill 1 1 1 1 1 i I ! 1 1 1 1 f M 1 1 f > 1 1 1 1 III Mill Mill MM II Mill 

TTGC AGG AC AACCTCATTGAG ATGG AC ATT CT CGGCGCCTC C CG C C ATG ATGGGGCTT AC 84 0 
AGTGACGGGCACTTCCTCTTCAAGCCTGGAGGCACCTCCCCGCTCTTCTGCACCACATCA 900 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i ! 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

AGTGACGGGCACTTCCTCTTCAAGCCTGGAGGCACCTCCCCGCTCTTCTGCACCACATCA 900 
CCAGGGTACCCACTGACGTCCAGCACAGTGTACTCTCCTCCGCCCCGACCCCTGCCCCGC 960 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 i 1 1 1 f f 1 1 1 1 

CCAGGGTACCCACTGACGTCCAGCACAGTGTACTCTCCTCCGCCCCGACCCCTGCCCCGC 960 
AGCACCTTCGCCCGGCCGGCCTTTAACCTCAAGAAGCCCTCCAAGTACTGTAACTGGAAG 1020 

1 1 1 1 1 1 1 1 1 II 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 If 1 1 1 II M 1 1 1 i 1 1 i 1 1 1 II 1 1 1 1 

AGCACCTTCGCCCGGCCGGCCTTTAACCTCAAGAAGCCCTCCAAGTACTGTAACTGGAAG 1020 
TGCGCAGCCCTGAGCGCCATCGTCATCTCAGCCACTCTGGTCATCCTGCTGGCATACTTT 1080 

III II 1 1 II II 1 1 II II 1 1 II 1 1 1 1 1 1 1 1 1 1 II II I M II 1 1 1 M II I II M II II II M 

TGCGCAGCCCTGAGCGCCATCGTCATCTCAGCCACTCTGGTCATCCTGCTGGCATACTTT 1080 
GTGGCCATGCACCTGTTTGGCCTAAACTGGCACCTGCAGCCGATGGAGGGGCAGATGTAT 114 0 

II II Mill MM II II MM Mill MM MM Mill III II II I II 1 1 III MM II 

GTGGCCATGCACCTGTTTGGCCTAAACTGGCACCTGCAGCCGATGGAGGGGCAGATGTAT 114 0 
GAGATCACGGAGGACACAGCCAGCAGTTGGCCTGTGCCAACCGACGTCTCCCTATACCCC 1200 

M I M M 1 1 1 1 1 1 1 M II 1 1 1 1 M 1 1 1 1 II II II 1 1 1 1 M II II 1 1 II 1 1 1 II I M 1 1 II 

GAGATCACGGAGGACACAGCCAGCAGTTGGCCTGTGCCAACCGACGTCTCCCTATACCCC 1200 
TCAGGGGGCACTGGCTTAGAGACCCCTGACAGGAAAGGCAAAGGAACCACAGAAGGAAAG 1260 

M I II II II II 1 1 1 1 1 1 M I II 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 M I II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 

T CAGGGGG CACTGGCTT AG AGACCC CTGAC AGGAAAGGCAAAGG AACC AC AG AAGGAAAG 1260 
CCCAGTAGTTTCTTTCCAGAGGACAGTTTCATAGATTCTGGAGAAATTGATGTGGGAAGG 1320 

M I M M M II II I M II 1 1 1 M II II M I II 1 1 M II 1 1 M 1 1 II II II 1 1 II II II II 

CCCAGTAGTTTCTTTCCAGAGGACAGTTTCATAGATTCTGGAGAAATTGATGTGGGAAGG 1320 



Qy 1321 CGAGCTTCCCAGAAGATTCCTCCTGGCACTTTCTGGAGATCTCAAGTGTTCATAGACCAT 1380 
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1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 II II Mill llllllllllllllll IIMM III III MM II 

CGAGCTTCCCAGAAGATTCCTCCTGGCACTTTCTGGAGATCTCAAGTGTTCATAGACCAT 1380 
CCTGTGCATCTGAAATTCAATGTGTCTCTGGGAAAGGCAGCCCTGGTTGGCATTTATGGC 144 0 

1 1 1 1 1 1 M M 1 1 1 ! 1 1 1 M 1 1 M 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 

CCTGTGCATCTGAAATTCAATGTGTCTCTGGGAAAGGCAGCCCTGGTTGGCATTTATGGC 144 0 
AGAAAAGGCCTCCCTCCTTCACATACACAGTTTGACTTTGTGGAGCTGCTGGATGGCAGG 1500 

MMMMMIMMMIMMMMMMMMMMMMMMMIM MMM Ml 

AGAAAAGGCCTCCCTCCTTCACATACACAGTTTGACTTTGTGGAGCTGCTGGATGGCAGG 15 00 
AGGCTCCTAACCCAGGAGGCGCGGAGCCTAGAGGGGACCCCGCGCCAGTCTCGGGGAACT 1560 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M II 1 1 1 II 1 1 II I II I II 1 1 1 1 1 II I M 1 1 1 1 M I II 1 1 1 

AGGCTCCTAACCCAGGAGGCGCGGAGCCTAGAGGGGACCCCGCGCCAGTCTCGGGGAACT 1560 
GTGCCCCCCTCCAGCCATGAGACAGGCTTCATCCAGTATTTGGATTCAGGAATCTGGCAC 1620 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

GTGCCCCCCTCCAGCCATGAGACAGGCTTCATCCAGTATTTGGATTCAGGAATCTGGCAC 1620 
TTGGCTTTTTACAATGACGGAAAGGAGTCAGAAGTGGTTTCCTTTCTCACCACTGCCATT 1680 

III IINIIIIMM ll|||||||||||||!IMIIIIIIIIIIIII IIIIIIIIUII 

TTGGCTTTTTACAATGACGGAAAGGAGTCAGAAGTGGTTTCCTTTCTCACCACTGCCATT 1680 
GAGTCGGTGGATAACTGCCCCAGCAACTGCTATGGCAATGGTGACTGCATCTCTGGGACC 174 0 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ri 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

GAGTCGGTGGATAACTGCCCCAGCAACTGCTATGGCAATGGTGACTGCATCTCTGGGACC 174 0 
TGCCACTGCTTCCTGGGTTTCCTGGGCCCCGACTGTGGCAGAGCCTCCTGCCCCGTGCTC 1800 

lllllllllllllllllllllllllllllllllllllllllllillMllllllllllll 

TGCCACTGCTTCCTGGGTTTCCTGGGCCCCGACTGTGGCAGAGCCTCCTGCCCCGTGCTC 1800 
TGTAGCGGAAATGGCCAATACATGAAAGGCAGATGCTTGTGCCACAGTGGCTGGAAAGGC 1860 

MM MMM M II 1 1 II 1 1 1 1 II M 1 1 II IMIIIIMMI III III II MIMMMI 

TGTAGCGGAAATGGCCAATACATGAAAGGCAGATGCTTGTGCCACAGTGGCTGGAAAGGC 1860 
GCTGAGTGCGATGTGCCCACCAACCAGTGTATCGATGTGGCCTGCAGCAACCATGGCACC 192 0 

Ml 1 1 1 MM I II 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 III I Ml 1 1 1 1 1 II 1 1 1 II 1 1 1 II M I 

GCTGAGTGCGATGTGCCCACCAACCAGTGTATCGATGTGGCCTGCAGCAACCATGGCACC 1920 
TGCATGACGGGCACCTGCATCTGCAACCCTGGCTACAAGGGCGAGAGCTGTGAGGAAGTG 1980 

II 1 1 II II 1 1 II 1 1 1 1 II 1 1 1 III II I III Mill Ml 1 1 1 1 II 1 1 1 1 1 M II I II I II I 

TG CAT C ACGGGC ACCTGC AT CTGCAACC CTGG CT AC AAGGGCG AG AG CTGTG AGG AAGTG 1980 
GACTGCATGGACCCCACATGTTCAGGCCGGGGTGTCTGCGTGAGAGGCGAATGCCACTGC 2 040 

MMM lllllll II III II III II IIIIIMI llllllll MMM IM Ml MM II I 

GACTGCATGGACCCCACATGTTCAGGCCGGGGTGTCTGCGTGAGAGGCGAATGCCACTGC 2040 
TCTGTGGGATGGGGAGGCACCAACTGCGAGACCCCCAGGGCCACATGCTTAGACCAGTGT 2100 

1 1 M 1 1 M I M 1 1 M 1 1 N 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

TCTGTGGGATGGGGAGGCACCAACTGCGAGACCCCCAGGGCCACATGCTTAGACCAGTGT 2100 
TCAGGCCACGGAACCTTCCTCCCGGACACCGGGCTTTGCAGCTGTGACCCAAGCTGGACT 2160 

MIIIMMMMMIMM III II II II II II MM III I II I II 1 1 1 1 1 II II 1 1 II I 

TCAGGC CACGGAAC CTTC CT CCCGGACACCGGGCTTTGC AG CTGTG ACCCAAG CTGG ACT 2160 



1 1 1 II I M 1 1 1 II I M 1 1 M 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 I 1 1 I 

GGACACGACTGTTCTATCGAGATCTGTGCTGCCGACTGTGGTGGCCATGGCGTGTGCGTA 2220 
GGGGG C AC CTG C CGCTGCGAGGATGG CTGGATGGGGGC AGCCTGCG AC CAGCGGGC CTG C 2280 

MM lllllll MM M Ml MM M M II M I M M M ! M I M I! I M II M II II M 

GGGGG CACCTGCCGCTGCGAGGATGGCTGGATGGGGGCAGCCTGCGACCAGCGGGCCTGC 22 80 
CACCCGCGCTGTGCCGAGCATGGGACCTGCCGCGACGGCAAGTGCGAGTGCAGCCCTGGC 234 0 

M M II II 1 1 II 1 1 1 1 II M II MM II M !l II MM II M M I II I MM II M II M 

CACCCGCGCTGTGCCGAGCATGGGACCTGCCGCGACGGCAAGTGCGAGTGCAGCCCTGGC 234 0 
TGGAATGGCGAACACTGCACCATCGAGGGTTGCCCTGGGTTGTGCAATGGCAACGGCAGA 24 00 

M II II MM I lllllll II MMM II II II MM MM I III II I III II I III Mil 

TGGAATGGCGAACACTGCACCATCGAGGGTTGCCCTGGGTTGTGCAATGGCAACGGCAGA 24 00 
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TGT AC C TT AG AC CTG AATGGTTGG CACTGCGT CTGCC AG CTGGG CTGG AGAGGAG CTGGC 24 60 

1 1 1 1 1! 1 1 1 1 1 III 1 1 1 II 1 1 III 1 1 II II III III 1 1 IMI II 1 1 1 1 II 1 1! 1 1 1 ! 1 1 1 

TGTACCTTAGACCTGAATGGTTGGCACTGCGTCTGCCAGCTGGGCTGGAGAGGAGCTGGC 24 60 
TGTGACACTTCCATGGAGACTGCCTGCGGTGACAGCAAAGACAATGATGGAGATGGCCTG 2520 

IMIIIIIIIIIII II III II II MM Mlllllll Mlllll IIIIIIIIM MM III 

TGTGACACTTCCATGGAGACTGCCTGCGGTGACAGCAAAGACAATGATGGAGATGGCCTG 252 0 
GTGGACTGCATGGACCCTGACTGCTGCCTCCAGCCCCTGTGCCATATCAACCCGCTGTGC 2580 

MIIIIMM Mill IMI II IIIMIIIIIIIIIMMIIIIIIIIIIII IMIIIMI 

GTGGACTGCATGGACCCTGACTGCTGCCTCCAGCCCCTGTGCCATATCAACCCGCTGTGC 2580 
CTTGGCTCCCCTAACCCTCTGGACATCATCCAGGAGACACAGGTCCCTGTGTCACAGCAG 264 0- 

1 1 M M 1 1 1 1 1 ! 1 1 1 1 1 ! I ! M 1 1 1 1 1 1 1 M f 1 1 1 1 1 1 f I II I II 1 1 1 f M 1 1 1 1 1 1 M I 

CTTGGCTCCCCTAACCCTCTGGACATCATCCAGGAGACACAGGTCCCTGTGTCACAGCAG 264 0 
AACCTACACTCCTTCTATGACCGCATCAAGTTCCTCGTGGGCAGGGACAGCACGCACATA 2700 

MIMI MMIMIMIII MIIIMIMIMMMIIMM III Mill III MMM I 

AACCTACACTCCTTCTATGACCGCATCAAGTTCCTCGTGGGCAGGGACAGCACGCACATA 2700 
ATCCCCGGGGAGAACCCCTTTGATGGAGGGCATGCTTGTGTTATTCGTGGCCAAGTGATG 2760 

II MM II II I II II I M I M III II II MMM II MIMI I M II I II II II 1 1 MM 

ATCCCCGGGGAGAACCCCTTTGATGGAGGGCATGCTTGTGTTATTCGTGGCCAAGTGATG 2 760 
ACATCAGATGGAACCCCCCTGGTTGGTGTGAACATCAGTTTTGTCAATAACCCTCTCTTT 2820 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 ii 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

ACATCAGATGGAACCCCCCTGGTTGGTGTGAACATCAGTTTTGTCAATAACCCTCTCTTT 2820 
GGATATACAATCAGCAGGCAAGATGGCAGCTTTGACTTGGTGACAAATGGCGGCATCTCC 2880 

I M 1 1 1 1 1 1 1 i 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 M 1 1 1 i 1 1 1 ! 1 1 1 1 1 

GGATATACAATCAGCAGGCAAGATGGCAGCTTTGACTTGGTGACAAATGGCGGCATCTCC 2880 
ATCATCCTGCGGTTCGAGCGGGCACCTTTCATCACACAGGAGCACACCCTGTGGCTGCCA 294 0 

I I I M 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 J 1 1 

ATCATCCTGCGGTTCGAGCGGGCACCTTTCATCACACAGGAGCACACCCTGTGGCTGCCA 2 94 0 
TGGGATCGCTTCTTTGTCATGGAAACCATCATCATGAGACATGAGGAGAATGAGATTCCC 3000 

I Ml II Ml I II 1 1 M II II II II II II II II II II II II II M II I II 1 1 1 M 1 1 M 1 1 



AGCTGTGACCTGAGCAATTTTGCCCGCCCCAACCCAGTCGTCTCTCCATCCCCACTGACG 3060 

1 1 M 1 1 1 1 1 1 i 1 1 1 ] 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 i 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 M i 1 1 1 1 

AGCTGTGACCTGAGCAATTTTGCCCGCCCCAACCCAGTCGTCTCTCCATCCCCACTGACG 3060 
TCCTTCGCCAGCTCCTGTGCAGAGAAAGGCCCCATTGTGCCGGAAATTCAGGCTTTGCAG 3120 

Ml II II II 1 1 Ml II II II II II II II IMI II II MINI II II II II II II II Mil 

TCCTTCGCCAGCTCCTGTGCAGAGAAAGGCCCCATTGTGCCGGAAATTCAGGCTTTGCAG 3120 
GAGGAAATCTCTATCTCTGGCTGCAAGATGAGGCTGAGCTACCTGAGCAGCCGGACCCCT 3180 

Mlllllll Mill IMI II II MMIMMMMMMIMMIIMM IMIIIMI I 

GAGGAAATCTCTATCTCTGGCTGCAAGATGAGGCTGAGCTACCTGAGCAGCCGGACCCCT 3180 
GGCTACAAATCTGTCCTGAGGATCAGCCTCACCCACCCGACCATCCCCTTCAACCTCATG 324 0 

1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 

GGCTACAAATCTGTCCTGAGGATCAGCCTCACCCACCCGACCATCCCCTTCAACCTCATG 324 0 
AAGGTGCACCTCATGGTAGCGGTGGAGGGCCGCCTCTTCAGGAAGTGGTTCGCTGCAGCC 3300 

INN Mlllllllllllllllllllllllllllllllllllll IIIMIIIIII Mill 

AAGGTGCACCTCATGGTAGCGGTGGAGGGCCGCCTCTTCAGGAAGTGGTTCGCTGCAGCC 3300 
CCAGACCTGTCCTATTATTTCATTTGGGACAAGACAGACGTCTACAACCAGAAGGTGTTT 3360 

IIIMIIIIIIIIIIIMII IIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIMIIII 

CCAGACCTGTCCTATTATTTCATTTGGGACAAGACAGACGTCTACAACCAGAAGGTGTTT 3360 
GGGCTTTCAGAAGCCTTTGTTTCCGTGGGTTATGAATATGAATCCTGCCCAGATCTAATC 34 2 0 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

GGGCTTTCAGAAGCCTTTGTTTCCGTGGGTTATGAATATGAATCCTGCCCAGATCTAATC 3420 
CTGTGGGAAAAAAGAACAACAGTGCTGCAGGGCTATGAAATTGACGCGTCCAAGCTTGGA 34 80 

liiilliillllllllllilllilllilllllllilllilllllllllllillilllill 

CTGTGGGAAAAAAGAACAACAGTGCTGCAGGGCTATGAAATTGACGCGTCCAAGCTTGGA 34 80 
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GGATGGAGCCTAGACAAACATCATGCCCTCAACATTCAAAGTGGCATCCTGCACAAAGGG 354 0 

I III II II II II Ml I Ml II II II I II II II II II Mill 1 1 II II MM I II II I III 

GGATGGAGCCTAGACAAACATCATGCCCTCAACATTCAAAGTGGCATCCTGCACAAAGGG 354 0 
AATGGGGAGAACCAGTTTGTGTCTCAGCAGCCTCCTGTCATTGGGAGCATCATGGGCAAT 3600 

1 1 1 1 1 1 1 it 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 M 1 1 1 1 

AATGGGGAGAACCAGTTTGTGTCTCAGCAGCCTCCTGTCATTGGGAGCATCATGGGCAAT 3600 
GGGCGCCGGAGAAGCATCTCCTGCCCCAGCTGCAACGGCCTTGCTGACGGCAACAAGCTC 3660 

M ! 1 1 1 1 1 1 M M M M M M M M I! M 1 1 1 1 m 1 1 1 ! 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1| 1 1 1 

GGGCGCCGGAGAAGCATCTCCTGCCCCAGCTGCAACGGCCTTGCTGACGGCAACAAGCTC 3660 
CTGGCCCCAGTGGCCCTCACCTGTGGCTCTGACGGGAGCCTCTATGTGGGTGATTTCAAC 3720 

Mil MM Mil III MM III! MINI I MM lllllll llll II II IN III I III! 

CTGGCCCCAGTGGCCCTCACCTGTGGCTCTGACGGGAGCCTCTATGTGGGTGATTTCAAC 3720 
TACATTAGAAGGATCTTCCCCTCTGGAAATGTCACCAACATCCTAGAGCTGAGTGACAGT 3780 

I M I M M M M M I M M M I M M M M M M M M I M M M M M M I M M M M 

TACATTAGAAGGATCTTCCCCTCTGGAAATGTCACCAACATCCTAGAGCTGAGTCACAGT 3780 

CCAGCACACAAATACTACCTGGCCACAGACCCCATGAGTGGGGCCGTCTTCCTTTCTGAC 384 0 

M I I I I I I I II II I I I I I II I I I M I I I I II I I I I I I I I I M I II I I I I M M I I I I I I I 
CCAGCACACAAATACTACCTGGCCACAGACCCCATGAGTGGGGCCGTCTTCCTTTCTGAC 384 0 

AGCAACAGCCGGCGGGTCTTTAAAATCAAGTCCACTGTGGTGGTGAAGGACCTTGTCAAG 3900 

I M I M M M M M M I M M M M M M I M M M M M I M M M M M M I M M M 

AGCAACAGCCGGCGGGTCTTTAAAATCAAGTCCACTGTGGTGGTGAAGGACCTTGTCAAG 3900 
AACTCTGAGGTGGTTGCGGGGACAGGTGACCAGTGCCTCCCCTTTGATGACACTCGCTGC 3960 

1 1 II M M 1 1 1 1 1 1 1 1 M 1 1 1 II 1 1 II I II 1 1 II 1 1 1 1 M 1 1 1 1 1 M 1 1 M M M M II I 

AACTCTGAGGTGGTTGCGGGGACAGGTGACCAGTGCCTCCCCTTTGATGACACTCGCTGC 3960 
GGGGATGGTGGGAAGGCCACAGAAGCCACACTCACCAATCCCAGGGGCATTACAGTGGAC 4 020 

M 1 1 M 1 1 1 1 1 1 II 1 1 M 1 1 1 1 II 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 1 M 1 1 i 

GGGGATGGTGGGAAGGCCACAGAAGCCACACTCACCAATCCCAGGGGCATTACAGTGGAC 4 020 
AAGTTTGGGCTGATCTACTTCGTGGATGGCACCATGATCAGACGCATCGATCAGAATGGG 4 080 

I Ml MM II II I II II M i I II nil I! II llll IMII 1 1 M II MMM M! MM 

AAGTTTGGGCTGATCTACTTCGTGGATGGCACCATGATCAGACGCATCGATCAGAATGGG 4 080 
AT C ATCTC CACCCTG CT CGGCTCT AATGATCT CACAT C AGCC CGG CC ACT C AG CTGTGAT 414 0 

MMM Mil III Mill I llll II lllllll II II MMM III MMMIM 1 1 II 1 1 

ATCATCTCCACCCTGCTCGGCTCTAATGATCTCACATCAGCCCGGCCACTCAGCTGTGAT 414 0 
TCTGTCATGGATATTTCCCAGGTTCACCTGGAGTGGCCCACAGACTTAGCCATCAACCCA 42 00 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I M 1 1 1 1 1 II 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 

TCTGTCATGGATATTTCCCAGGTTCACCTGGAGTGGCCCACAGACTTAGCCATCAACCCA 4200 
ATGGACAACT C ACTTT ATGTC CT CG AC AAC AATGTGGT C CTG C AAATCTCTGAAAACC AC 4260 

MMMMMMMMMMMMMM MMMMMM M MM MMMMMMM • 

ATGGACAACT C ACTTT ATGTC CT CG AC AAC AATGTGGTCCTG C AAATCTCTGAAAACC AC 4260 
CAGGTGCGCATTGTCGCCGGGAGGCCCATGCACTGCCAGGTCCCTGGCATTGACCACTTC 4320 

1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 II 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

CAGGTGCGCATTGTCGCCGGGAGGCCCATGCACTGCCAGGTCCCTGGCATTGACCACTTC 4320 
CTGCTAAGCAAGGTGGCCATCCACGCAACCCTGGAGTCAGCCACCGCTTTGGCTGTTTCA 4380 

I II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 11 1 M 1 1 1 1 1 1 1 

CTGCTAAGCAAGGTGGCCATCCACGCAACCCTGGAGTCAGCCACCGCTTTGGCTGTTTCA 4380 
CACAATGGGGTCCTGTATATTGCTGAGACTGATGAGAAAAAGATCAACCGCATCAGGCAG 444 0 

1 1 1 r 1 1 1 1 1 r 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

CACAATGGGGTCCTGTATATTGCTGAGACTGATGAGAAAAAGATCAACCGCATCAGGCAG 4440 
GTCACCACTAGTGGAGAGATCTCACTCGTTGCTGGGGCCCCCAGTGGCTGTGACTGTAAA 4 500 

M 1 1 1 1 II II 1 1 1 1 1 1 1 1 II I II 1 1 II 1 1 M II I II II II 1 1 1 1 1 M M I II II M 1 1 1 1 

GTCACCACTAGTGGAGAGATCTCACTCGTTGCTGGGGCCCCCAGTGGCTGTGACTGTAAA 4 500 



Qy 4501 AATGATGCCAACTGTGATTGTTTTTCTGGAGACGATGGTTATGCCAAGGATGCAAAGTTA 4560 

iiiiMMiiiiiiiiiiiiimiiiiiiiimiiiiiiiiiiiiiiiiiiiiMiii 



Db 



4501 



AATGATGCCAACTGTGATTGTTTTTCTGGAGACGATGGTTATGCCAAGGATGCAAAGTTA 



4560 



Qy 


4561 


Db 


4561 


Qy 
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Db 
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Qy 


4681 


Db 


4681 


Qy 


4741 


Db 


4741 


Qy 


4801 


Db 


4801 


Qy 


4861 


Db 


4861 



AATACCCCATCTTCCTTGGCTGTGTGTGCTGATGGGGAGCTCTACGTGGCCGACCTTGGG 4620 

I ! 1 1 1 1 1 II I! I II 1 1 llll II II II II II II II III! 1 1 II III 1 1 1 M 1 1 1 1 1 1 1 II I 

AATACCCCATCTTCCTTGGCTGTGTGTGCTGATGGGGAGCTCTACGTGGCCGACCTTGGG 462 0 
AACATCCGAATTCGGTTTATCCGGAAGAACAAGCCTTTCCTCAACACCCAGAACATGTAT 4680 

1 1 1 1 1 1 1 1 1 ii 1 1 1 1 1 1 iiiii ii ii ii ii hum ii 1 1 ii iii 1 1 1 ii 1 1 ii 1 1 1 1 1 1 

AACATCCGAATTCGGTTTATCCGGAAGAACAAGCCTTTCCTCAACACCCAGAACATGTAT 4680 



1 1 1! I M 1 1 M 1 1 1 1 1 M M 1 1 1 M 1 1 1 1 1 M M M I! M M M M M M M M M I M I 



TACACCCAAAGCCTGCCCACAGGAGACTACCTGTACAACTTCACCTACACTGGGGACGGC 4 800 

1 1 M 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 1 1 M 1 1 1 II II II I! I II 1 1 

TACACCCAAAGCCTGCCCACAGGAGACTACCTGTACAACTTCACCTACACTGGGGACGGC 4 800 
GACATCACACTCATCACAGACAACAATGGCAACATGGTAAATGTCCGCCGAGACTCTACT 4860 

1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 II MM II II II II II llllll llll II 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 

GACATCACACTCATCACAGACAACAATGGCAACATGGTAAATGTCCGCCGAGACTCTACT 4860 



MMMMMMM 

GGGATGCCCCTCTG0N 874 
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